. Microarray data quality control and preprocessing. (A) Evaluation of the integrity of the RNA samples by RNA degradation plots; all the samples exhibited slight RNA degradation due to the low probe intensities from the 5' to 3' end. The raw expression data were normalized by MAS 5.0, RMA or gcRMA algorithm, and the distribution of the normalized probe set intensities was evaluated by (B) density histograms.
. Continued. The raw expression data were normalized by MAS 5.0, RMA or gcRMA algorithm, and the distribution of the normalized probe set intensities was evaluated by (C) boxplots. The results demonstrated that gcRMA generated better results and was used for subsequent analysis. Table S1 . Statistical results of the expression levels of 78 leading-edge genes in the S3I3 and S24I24 datasets. Table S1 . Continued. ---------------------------------------------------------------------------------------------- 
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